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-29 5 ' UTR 1+I M DLVLRKYLL 

SIL5 GTTGCTGGAAGGAAGA t ATG GAT CTG GTG CTG AGA ^ TAC CTT CTC 

HVALMGVLLAVRTTEGPR 

CAT GTG GCT CTG ATG GGT GTT CTT CTG GCT GTA AGG ACC ACA GAA GGA CCC AGA 

DRDWLGVSRQLRIKAWNR 
GAC AGG GAC TGG CTT GGT GTC TCA AGG CAG CTC AGA ATT AAA GCA TGG AAC AGA 

Q LYPEW TESQGPDCWRGG 
CAG CTG TAT CCA GAG TGG ACA GAA AGC CAG GGG CCT GAC TGC TGG AGA GGT GGC 

HISLK.V SNDGPTLIGANA 
CAC ATA TCC CTG AAG GTC AGC AAT GAT GGG CCT ACA CTG ATT GGG GCA AAT GCT 

< STL2 

SF SIALHFPKSQKVLPDG 
TCC TTC TCT ATT GCC TTG CAC TTT CCT AAA AGC CAA AAG GTG CTG CCA GAT GGG 

QVIWANNTIINGSQVWGG 
CAG GTC ATC TGG GCC AAC AAC ACC ATC ATC AAT GGG AGC CAG GTG TGG GGA GGA 

QLVYPQEPDDTCIFP G E 

CAG CTG GTA TAT CCC CAA GAA CCT GAT GAT ACC TGC ATC TTC CCC GAT GGG GAG 

PCPSGPLSQKRCFVYVWK 
CCC TGC CCT TCT GGC CCT CTA TCT CAG AAA AGA TGC TTT GTT TAT GTC TGG AAG 

TWDQYWQVLGGPVSGLSI 
ACC TGG GAC CAA TAC TGG CAA GTT CTG GGG GGC CCA GTG TCT GGA CTG AGC ATC 

GTDKAMLGTYNMEVTVYH 
GGG ACA GAC AAG GCA ATG CTG GGC ACA TAT AAC ATG GAA GTG ACT GTC TAC CAC 

RRGSQSYVPLAHSSSAFT 
CGC CGG GGG TCC CAG AGC TAT GTG CCC CTC GCT CAC TCC AGT TCA GCC TTC ACC 

ITD QVPFSVSVSQLQALD 
ATT ACT GAC CAG GTG CCC TTC TCT GTG AGT GTG TCT CAG CTG CAG GCC TTG GAT 

GRNKRFLRKQPLTFALQL 
GGA AGG AAC AAG CGC TTC CTG AGA AAG CAG CCT CTG ACC TTT GCC CTC CAG CTC 

HDPSGYLAGADLSYTWDF 
CAT GAT CCC AGT GGC TAT TTG GCT GGG GCT GAC CTT TCC TAC ACC TGG GAC TTT 

GDSTGTLISRALTVT.' HTY 
GGT GAC AGT ACA GGG ACC CTG ATC TCT CGG GCA CTC ACG GTC ACT CAC ACT TAC 

LESGPVTAQVVLQAAIPL 
CTA GAG TCT GGC CCA GTC ACT GCA CAG GTG GTG CTG CAG GCT GCC ATT CCT CTC 

TSCGSSPVPGTTDRHVTT 
ACC TCC TGT GGC TCC TCT CCA GTT CCA GGC ACT ACA GAT AGG CAT GTG ACA ACT 

AEAPGTTAGQVPTTEVMG 
GCA GAG GCT CCT GGA ACC ACA GCT GGC CAA GTG CCT ACT ACA GAA GTC ATG GGC 

TTPGQVPTAEAPGTTVGW 
ACC ACA CCT GGC CAG GTG CCA ACT GCA GAG GCC CCT GGC ACC ACA GTT GGG TGG 

VPTTEDVGTTPEQVATSK 
GTG CCA ACC ACA GAG GAT GTA GGT ACC ACA CCT GAG CAG GTG GCA ACC TCC AAA 

VLSTTPVEMPTAKATGRT 
GTC TTA AGT ACA ACA CCA GTG GAG ATG CCA ACT GCA AAA GCT ACA GGT AGG ACA 
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PEVSTTEP5GTTVTQGTT 406 

CCT GAA GTG TCA ACT RCA GAG CCC TCT GGA ACC ACA GTT ACA CAG GGA ACA ACT 1218 

PELVETTAGEVST PE PAG 424 

CCA GAG CTG GTG GAG ACC ACA GCT GGA GAG GTG TCC ACT CCT GAG CCT GCG GGT 1272 

SNTSSFMPTEGTAGSLSP 442 

TCA AAT ACT AGC TCA TTC ATG CCT ACA GAA GGT ACT GCA GGC TCC CTG AGT CCC 132 6 

LPDDTATLVLEKRQAPLD 460 

CTG CCG GAT GAC ACT GCC ACC TTA GTC CTG GAG AAG CGC CAA GCC CCC CTG GAT 1380 

CVLYRYGSFSLTLDIVQG 478 

TGT GTT CTG TAT CGC TAT GGC TCC TTT TCC CTC ACC CTG GAC ATT GTC CAG GGT 14 34 

IESAEILQAVSSSE. GDAF 496 

ATT GAG AGT GCT GAG ATC CTA CAG GCT GTG TCA TCC AGT GAA GGA GAT GCA TTT 14 88 

ELTVSCQGGLPKEACMDI 514 

GAG CTG ACT GTG TCT TGC CAA GGC GGG CTA CCC AAG GAA GCC TGC ATG GAC ATC 1542 

SSPGCQLPAQRLCQPVPP 532 

TCA TCG CCA GGG TGT CAG CTG CCT GCC CAG CGG CTG TGT CAG CCT GTG CCC CCC 15 96 

SPACQLVLHQVLKGGSGT 550 

AGC CCA GCC TGC CAG CTG GTT TTG CAC CAG GTA CTG AAG GGT GGC TCA GGG ACC 1650 

YCLNVSLADANSLAMVST 568 

TAC TGC CTC AAT GTG TCT TTG GCT GAT GCC AAT AGC CTG GCG ATG GTC AGC ACC 1704 



QLVMPGQEAGLRQAPLFV 586 

CAG CTT GTC ATG CCT GGG CAA GAA GCA GGC CTC AGG CAG GCT CCT CTG TTC GTG 17 58 

GILLVLTALLLASLIYRR 604 

GGC ATC TTG CTG GTG CTA ACA GCT TTG TTG CTT GCA TCT CTG ATA TAC AGG CGA 1812 

RLMKQGSAVPLPQLPHGR 622 

AGA CTT ATG AAG CAA GGC TCA GCA GTC CCC CTT CCC CAG CTG CCA CAC GGT AGA 18 66 

TQWLRLPWVFRSCPIGES 640 

ACC CAG TGG CTA CGT CTG CCC TGG GTC TTC CGC TCT TGC CCC ATT GGT GAG AGC 192 0 

KPLLSGQQV* ^ ; S1L7 649 

AAA CCC CTC CTC AGT GGA CAG CAG GTC TGA GTG CTC TTA TGT GAA GTC ATG ATT 197 4 

SIL4- ► 

TAC CCA GGT GGA CAG CAA GGC CTG TCT TTT CTC TGG TCT TCC CTC AGA GAC TAC 2028 

<«- SIL6 (SEQIDN0:13) 

CAT TGC CTG A AA TAA A GA CTC AGA ACT TG Poly (A) (SEQ ID NO: 12) 2057 

«- SIL9 
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S1L10 

GTTGCTGGARGGAAGRACRGGATGGATCTGGTGCTGAiyAAATACCTTCTCCATGTGGCTCTGATGGGTGTTCTTCTGGC 80 

TGTAAGGACCACAGAAGGTCAGTGTGGGATGTTGGACATGAACAAGTGTGAATTTGGGGTTGCACACCTGCTCTGGTTTT 160 

TCTCTCCCTAAAATGGAAGATATCAGTAGTGCTTCAGGTGTCTCCCACCCATTTGATTTAGTGAGGACATGGGCAACTGA 240 

GCTCCCTCCCCACATGAAGATTTGGGTGCATGTGTGTTCAGGC ACTTGGGACTGAACCTGAAAACAACCCCATCTACCTG 320 

4 — S1L8 

GATGGGTGAGAGAACAGTATGTCTCCGTGGCCCTAATTTTGAGATGCTCTGAATAGTGAGCTGGAACATGGGTGCCAAGG 400 

TAGTAAAATGAGTGGAAACTCATTTAGGCTTTGTCTCAGGCACTTGGGATAGGGTATTTAGGAGATAGAGAAAGATAGGA 4 80 

GATAGGAGAAAGGAGAAAGAGGATGTGGTATTGGATAGAAGGGTAATGAGGCACCTCATCCCCTCTTTGGGATGGGCATG 560 

GGTGAACACAGCCCAGGCTTTTGTTCTGGGGCTGGAAGAGACAGGCAGAAGGGTCTCAGCTGAGCATCACATGAAAGGGC 640 

TCTGGGGGATTGGGGCCTCGTGACAGGAGCAAGGCGGGTGGGGTGGGGATGGTGAGAGGGTCTGGAATGTCCCGTGCTGC 720 

GATAATTCTAGATCCTCCCCCAAGAGAATCAACCAGGTTTCTGGTACATGTTAGAGATGGAGTGAGGATAGTCTGTGATG 880 

TGCAGAAATATCTACATTGTACCCCAGTGCCCCCTTTCTCTAGATCCCTGGTCTCACAGACTTCTTGGAACTTCTCCTTG 960 

ATCTGACTTCCCTCATTCATGGTGTCATTTCAAGTCTTATTCTTTTACTArGTTCGTTATTGTATTCTGGAAATATCCTG 104 0 

TTCATATGTGTCCACCCAAGGCTCTTAATATGTTGTGCTTACTTTTTGGATCCAGATTTTTAAAATCATAAGAAGACATT 1120 

TTTMATAGTTCATGAAATTTTGCATGGACTGAGTTTGATAATTTTGTTTAGTGTGAATTAACATTGTGTTTATTTAAGA 1200 

AAAAAAAATATTTTTTTACAGAAACCTACTGAATTTGTAGGGTTTTAAAATAACATGATGTCTGGGATTTGCTTTTGAAT 1280 

GCTTCAGCCAAAAAACAAACGAACAACAAAAATAAAGGATAGATAAAGCAAATGTGACAAAATGCTGATAGTTGTTGGAC 13 60 

CTTGGGGAGACACATGCAGAGCCATCACATCACTTTTTTTCAGACATCTTTCTTGGTCAGTTATAATCATTTTGTTTGTC 14 40 

CCCACTCCCAATTTCTACTTGCCTCTAGTCCATCCTCCTCACTGCTTGCCAAAGTGATCCTTCTAAAACACAAATCTGAT 1520 

CATATTCAAAAAGCTTTTGAAGGGTAAGTTTTATGGTATATGCCATATATCAGTACAACAAACAAAATCGTCTGAGGTGC 1600 

CGTTGCCTACAGGATAAAGTCCAAACTCCTTTGCCTGGCACTCCAAGCCCCCACTCTATCTTCTTGGCCTCATCTCTCAT 1680 

GATGT ACATCAGCC ACATTGCTAGTGTCTGCTCATGGCCTTCTGCCTAGAATGCTTTATGCCCCAGCCAACTATTTACTG 17 60 

TCTTCTTCAGTCGACCAGAGTGCAATTTACCTGTTTAAAATCTATCATTTTGTTATACATTGTGCATGTCTATTATGGCT 1840 

CATATTAAGCAATGCCTTGGATTATAGTAATTTATGTATATGTCTATTTCATATACTTTAACCTGAACCCCTTCAGAACC 1920 

ATTTCTTTTTCATTTCTTAAGTTCTTTGCACCTAGCCCAGTGCCTGGTACGTCGTGGGTATTCAGTAGATTAAAATGCAC 2000 

TTTAAGGAACTTCCCTTGTTGTCCATCAAGTGGCTAAGGCTCTGTGCTCCCAATGCAGGGGACCAGGGTTCAATCTCAGG 2080 

TCAGGGAACTAGATCCCACAGGTCACAACTAAGAGTTTGCAAGCCACAACTACCTGACCTCACATGCCACAACTAATCGA 2160 

AGATCCCTCGTGCTGCAACTAAGTCCTAGTGCAGTTAAATATATTTTTTTAATGCACTTTGAATGTGAGAATGAATGATG 22 4 0 

TGTCACAGACACTGTTGTCCCCTGAGAAGGGAGTGAGTAATGATTTGAGGGCCCTCATAGTATATCTTCCTTTTTAGGAC 2320 

CCAGAGACAGGGACTGGCTTGGTGTCTCAAGGCAGCTCAGAATTAAAGCATGGAACAGACAGCTGTATCCAGAGTGGACA 2 4 00 

GAAAGCCAGGGGCCTGACTGCTGGAGAGGraGGAACTTGGCAATTTCCAGGGAGGATATGGTGGAAATGGGTGGGGAGGG 2480 

GAACGGGGTTGAATGTACTTAGGAAGATAGGGAAGGAAAAGGCATACAGGGAGGAGAAGCCAAGGAGCTAATTAATGCAG 2 5 60 

CTGCCCTTTTCAGGTGGCCACATATCCCTGAAGGTCAGCAATGATGGGCCTACACTGATTGGGGCAAATGCTTCCITCTC 2 640 

TATTGCCTTGCACTTTCCTAAAAGCCAAAAGGXGCTGCCAGATGGGCAGGTCATCTGGGCCAACAACACCATCATCAATG 2720 

GTCAGTACCTCTCCGCCTCCTTCCCAAGGTCCAGAATCCCTGGTATCCCCAATGAGCTCAAGGAATCCTCCTCCTCTTTT 2800 

TTTTTTTTTTTTTTTACAAATTATATATGTAACACATATTCACTGCAGAAAAATTAGAAAACACAGATAAACCAAAAAGA 2880 
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AAAAAAATTATRGTTCCCCAAATGGGGCACAGAAGACCCAGTGGACATftGftAGTTGGRlRGACTTGGATTTAMCTGGTT 2 960 

CCTTAGTTTAGACGCTTTGCAACCCCATGGACTGTAGCCCACCAGGCTCCTCTGTCCATGTGGATTCTGCAGGCAAGAAT 3200 

ACTGGAGTGGGTCACCATGCACTCCTCCAGGGGATCTTCCCAACTCAGGGATCGAACCCAGGTCCTAGCCTACAGTATTA 3280 

ATTGATGCTGTTATTTTTACTTTTATCCCACTAGCTAGAGCACATCATCCTAGACATTTTGATACATGGCCTBCCAATTT 3360 

GTGTCCfiGTGTAAGAATATACATGTGTGTGCTCAGTGGCTCAGTCGTGTCTGACTCTTTGCAACCCCATGGACTGTAGCC 34 40 

CGCGAAAGCTCCTCTGCCCATGGGArTGCCCAGCCAAGAATACTGGAGCAGGTTGCCATTTCrrCCTCCAGGGGATCTTT 3520 



CCCTTAAGTATATACACATAAATCTTTTATAGTTTCCATTCTCCCTTCTACCACTCCAAATAGGrTATACCAAGGAGAAT 3680 
GTATTTTGGTAGCTAGGCAGTATTCCTGGAGCCCCTCTCTGGGAGTCATGTTAAAG3TTTTGGTGTACAGTGAGGAATGC 3760 
CAGGGATTGAGGGAGACTTGCTGTCTTCTTTTCAGGGAGCCAGGTGTGSGGAGGACAGCTGGrATATCCCCAAGAACCTG 38 40 
:TATCTCAGAAAAGArGCTTTGTTTATGTCTGG 3920 
4000 

TTGGTCTCATCCTTAAATTCTGTGAGTTTCCCTAATCTTCACTTCCCCCATGACTCCTTCCTCTTCCACAGCACCTAGTC 4080 
AACTCTATTATACTTCTTTCTGGGAGCCCTGCTCCAATTATAGTCCCArCCCATGGACCCTCTCATAAGGACTTTTTTCC 4160 
TGCCCAACATATGCAAGCTTAAACTCTCTGAAATAACCATCCTTGATAGATCTCCTGACCTTCCTTCTCTGGTTCCATCT 4240 
CTAACCCTGCCCCAGTCTCCTTTGACCAGTAACCCCCTTCCCTACTCTTCTTTCCAAAAACCTCAGACCAATACTGGCAA 4320 



GTTCTGGGGGGCCCJ 



4400 



:CCAGAGCTATGTGCCCCTCGCTCACTCCAGTTCAGCCTrCACCArrACXGGTAAGGACTGAG 4 4 80 

GAGGGGACAAGGCC AGTTGCAGGGCAGGAGAAGGTGGGGAGGCTGGGCTGGACAGGAAAGGGGAAAGAGGAAATGGTGTG 4560 

TAACCTTACAGGGGCAGAACCAGGAAGATGTGGGCAGAGGGATGTGGG3CTTGGAG:CCGTG.\ASGGCCACGCAGCTTGG 4 640 

GTTGGTTGAAAAATATGGCTGTGAAAGAAGAAGCTGACAGAAAGAAGAACTTATGGTTCTCACTTTCTCTGACTCCAATC 4720 

CC AGACCAGGTGCCCTTCTCTGTGAGTGTGTGTCAGCTGCAGGCCTTGGATGGAAGGAACAAGCGCTTCCTGAGAAAGCA 4800 

GCCTCTGACCTTTGCCCTCCAGCTCCATGATCCCAGTGGCTATTTGGCTGGGGCTGACCTTTCCrACACCTGGGACTTTG 4880 

GTGACAGTACAGGGACCCTGATCTCTCGGGCACTCACGGTCACTCACACTTACCTAGAGTCTGGCCCAGTCACTGCACAG 4960 

GTGGTGCTGCAGGCTGCCATTCCTCTCACCTCCTGTGGCrCCTCTCCAGTTCCAGGCACTACAGATAGGCATGTGACAAC 5040 

TGCAGAGGCTCCTGGAACCACAGCrGGCCAAGTGCCTACTACAGAAGTGATGGGCACCACACCTGGCCAGGTGCCAACTG 5120 

CAGAGGCCCCTGGCACCACAGTTGGGTGGGTGCCAACCACAGAGGATGTAGGTACCACACCTGAGCAGGTGGCAACCTCC 5200 

AAAGTCTTAAGTACAACACCAGTGGAGATGCCAACTGCAAAAGCTACAGGTAGGACACCTGAA.GTGTCAACTACAGAGCC 5280 

CGGGTTCAAATACTAGCTCATTCATGCCTACAGAAGGTACTGCAGG77\AGGGGGCCACCATGAATGAGTTCATAGAGGTG 54 40 

GGGCATTTGTCACAGCTCTGAAGACCTGAAAGAATTGCTCAGGACCCAGATGTTACTCAATCCTTAGCTTAGCAGTGGAG 5520 

TCCCCTCAGAATCTTCACTGGTTTTAAAACCCCCTAAGTCCCTCTTAATGGCACAGAATAGATCCAGAGTTCAGGAAACC 5600 

AGGGTCTTCTCCTAGGCCAGGGGTAGAGAGCTTATTCTCTCTTCCTGAAGAGAAGTTCAGGAAGCAGTGTGTGATCATTT 5680 

GGTGGTGGTGCTCAGTCATGTCTGACTCTTTGTGACCTCATGGACTATGGCCCACCAGGCTCCTCTGTCCATAGAATTCT 57 60 
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CCAGGCAAGAACRCTGGAGTGGGTGGCCATTTCCTTCTCCAGGGGATTTTCCCTGCCCAGGGATTAAACCCGAATTGGCA 584 0 

GGTGGATTCTTTACCCGAGCCACCTAGAAAGTCCCATGTGATCATTAGATAATACTTATACCTCATTTTCTGATTAAGTG 5 920 

TAAACACAGAAATCTTTCTGACACCACTTCCCACCCCTGGATTCCCATCCCAAAGTAGGTTTACCTGGAATTGTGGTAGG 6000 

AATACTAAAAAGGGAGAAGTGAGATAGTGACACTATGACTTAACACATGTCAAATGTCTGACCCAGGACCTGGCACAGTG 6080 

TAGGGTGTGATAAACATTTGGGATGTCTAAAATTCTGACTCTAACCCTGTGACTCTGGGGCAGTCATTTCTCTTGGGCCT 6160 

AAATGCTTGTTGGGCCTGTTTTCAGGTTAGTCATTTGCTTTTTGACTTTGCCTCTTTAATCCTCTCCTCCAGGCTCCCTG 6320 

CTCCTTTTCCCTCACCCTGGACATTGTCCGTGAGTCTTGCCTACATTGTCCGTAAGCTGGTGGAGGGAGGCGTGTGCTGC 64 80 

TTAGGGTTGCCCAGTGGAAGCACACCTTGGAAGGAATTACTCACCTGGACAAGGAGAATACCCAGATCCCAGGGGTTTCA 65 60 

TATGAAGGCAGAATGGGATTAGGGAGGCAGCCCGAGGACCTTCCTGGCCATGGGCCTTGGGGGAGGATAAGTAGAGGAGT 6640 

CTCAGACTTAAAAAAATCTTGCAACTTTGCAGAGGGTATTGAGAGTGCTGAGATCCTACAGGCTGTGTCATCCAGTC3AAG 6720 

GAGATGCATTTGAGCTGACTGTGTCTTGCCAAGGCGGGTGAGTGTCCCACGGTTGCCCTGAGAACTCCTGGGGTGACTGC 6800 

TGTCCTGrTCTCTGGTGTCTAGTGTCCCTTCCCAGATTCCCTGACGTAAGCTGACATCTCTCCCAGGCTACCCAAGGAAG 6880 

CCTGCATGGACATCTCATCGCCAGGGTGTCAGCTGCCTGCCCAGCGGCTGTGrCAGCCTGTGCCCCCCAGCCCAGCCTGC 6960 

CAGCTGGTTTTGCACCAGGTACTGAAGGGTGGCTCAGGGACCTACTGCCTCAATGTGTCTTTGGCTGATGCCAATAGCCT 7040 

GGCGATGGTCAGCACCCAGCTTGTCATGCCTGGTAGGTAGTTGGACAAGAGGTAGGATGAAGACACGGGGAGATGGTAGA 7120 



KSGrGAGATCCCCGC 72 80 

CATCCTGCTCCCACTCCTTTACCCCTTATTACCACCACCACTCTTCCTCATGGGAAGAAGAAACCACCAACCCCTTTGGG 7 3 60 

AAAGTGTAGAGTCCAAGAAAGAGCCCAGACTTGGAAGTTCAACAGGTCTAGGCTGCAGTCTTGCTGGTGGGACCCTGGGG 74 40 

AATGTGAGTAAAACACCTGGTTCTGAAACAAAAGTGGAATAAATGATGATCTCAATGACTGTTGTTATGAATAATATCAA 7 600 

CAGTGGAGAAGAACTCAGTGAACTGAGTTCTCCACCTGCCAGAAAGGCAAATCCCTAGGCCTGGAGGGCTGAGGTCCTCA 7 6B0 

AAGCAGGGAAGCCTGT AGGGTGAGAGGGAAATGGTCAGAGCTTACCATAAACATAAGAGAGGATAAACCCTGTTGGTGAG 7 7 60 



TGCCATTGACCACCACTAACCAGTATCCCTGCTTTTCTCCCAATATCAGGCGAAGACTTATGAAGCAAGGCTCAGCAGTC 7 920 

CAAACCCCTCCTCAGTGGACAGCAGGTCTGAGTGCTCTTATGTGAAGTCATGATTTACCCAGGTGGACAGCAAGGCCTGT 8080 

(SEQIDNO:14) 8138 
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AGTGGACAGAAAGCCAGGGGCCTGACTGCTGGAGAGGTGGCCACATATCCCTGAAGGTCA 2 4 0 



CTAAAAGCCAAAAGGTGCTGCCAGATGGGCAGGTCATCTGGGCCAACAACACCATCATCA 360 



ATGGGAGCCAGGTGTGGGGAGGACAGCTGGTATATCCCCAAGAACCTGATGATACCTGCA 420 



ATGTCTGGAAGACCTGGGACCAATACTGGCAAGTTCTGGGGGGCCCAGTGTCTGGACTGA I 
CCAATACTGGCAAGTTCTGGGGGGCCCAGTGTCTGGACTGA < 



GCATCGGGACAGACAAGGCAATGCTGGGCACATATAACATGGAAGTGACTGTCTACCACC I 
GCATCGGGACAGACAAGGCAATGCTGGGCACATATAACATGGAAGTGACTGTCTACCACC ! 



GCCGGGGGTCCCAGAGCTATGTGCCCCTCGCTCACTCCAGTTCAGCCTTCACCATTACTG t 
GCCGGGGGTCCCAGAGCTATGTGCCCCTCGCTCACTCCAGTTCAGCCTTCACCATTACTG : 



ACCAGGTGCCCTTCTCTGTGAGTGTGTCTCAGCTGCAGGCCTTGGATGGAAGGAACAAGC ' 
ACCAGGTGCCCTTCTCTGTGAGTGTGTCTCAGCTGCAGGCCTTGGATJGGAAGGAACAAGC \ 



GCTTCCTGAGAAAGCAGCCTCTGACCTTTGCCCTCCAGCTCCATGATCCCAGTGGCTATT ' 
GCTTCCTGAGAAAGCAGCCTCTGACCTTTGCCCTCCAGCTCCATGATCCCAGTGGCTATT ; 



TGGCTGGGGCTGACCTTTCCTACACCTGGGACTTTGGTGACAGTACAGGGACCCTGATCT I 
TGGCTGGGGCTGACCTTTCCTACACCTGGGACTTTGGTGACAGTACAGGGACCCTGATCT : 



CTCGGGCACTCACGGTCACTCACACTTACCTAGAGTCTGGCCCAGTCACTGCACAGGTGG 1 
CTCGGGCACTCACGGTCACTCACACTTACCTAGAGTCTGGCCCAGTCACTGCACAGGTGG ■ 



TGCTGCAGGCTGCCATTCCTCTCACCTCCTGTGGCTCCTCTCCAGTTCCAGGCACTACAG ! 
TGCTGCAGGCTGCCATTCCTCTCACCTCCTGTGGCTCCTCTCCAGTTCCAGGCACTACAG < 
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ATAGGCATGTGACAACTGCAGAGGCTCCTGGAACCACAGCTGGCCAAGTGCCTACTACAG 1020 

ATAGGCATGTGACAACTGCAGAGGCTCCTGGAACCACAGCTGGCCAAGTGCCTACTACAG 521 

AAGTCATGGGCACCACACCTGGCCAGGTGCCAACTGCAGAGGCCCCTGGCACCACAGTTG 108 0 

AAGTCATGGGCACCACACCTGGCCAGGTGCCAACTGCAGAGGCCCCTGGCACCACAGTTG 581 

GGTGGGTGCCAACCACAGAGGATGTAGGTACCACACCTGAGCAGGTGGCAACCTCCAAAG 114 0 

GGTGGGTGCCAACCACAGAGGATGTAGGTACCACACCTGAGCAGGTGGCAACCTCCAAAG 6 4 1 

TCTTAAGTACAACACCAGTGGAGATGCCAACTGCAAAAGCTACAGGTAGGACACCTGAAG 1200 

TCTTAAGTACCACACCAGTGGAGATGCCAACTGCAAAAGCTACAGGTAGGACACCTGAAG 7 01 

TGTCAACTACAGAGCCCTCTGGAACCACAGTTACACAGGGAACAACTCCAGAGCTGGTGG 12 60 

TGTCAACTACAGAGCCCTCTGGAACCACAGTTACACAGGGAACAACTCCAGAGCTGGTGG 7 61 

AGACCACAGCTGGAGAGGTGTCCACTCCTGAGCCTGCGGGTTCAAATACTAGCTCATTCA 1320 

AGACCACAGCTGGAGAGGTGTCCACTCCTGAGCCTGCGGGTTCAAATACTAGCTCATTCA 8 21 

TGCCTACAGAAGGTACTGCAGGCTCCCTGAGTCCCCTGCCGGATGACACTGCCACCTTAG 1380 

TGCCTACAGAAGGTACTGCAGGCTCCCTGAGTCCCCTGCCGGATGACACTGCCACCTTAG 8 8 1 



TCACCCTGGACATTGTCCAGGGTATTGAGAGTGCTGAGATCCTACAGGCTGTGTCATCCA 1500 

TCACCCTGGACATTGTC-— AGTATTGAGAGTGCTGAGATCCTACAGGCTGTGTCATCCA 998 

GTGAAGGAGATGCATTTGAGCTGACTGTGTCTTGCCAAGGCGGGCTACCCAAGGAAGCCT 1560 
GTGAAGGAGATGCATTTGAGCTGACTGTGTCTTGCCAAGGCGGGCTACCCAAGGAAGCCT 1058 

GCATGGACATCTCATCGCCAGGGTGTCAGCTGCCTGCCCAGCGGCTGTGTCAGCCTGTGC 1620 

GCATGGACATCTCATCGCCAGGGTGTCAGCTGCCTGCCCAGCGGCTGTGTCAGCCTGTGC 1118 

CCCCCAGCCCAGCCTGCCAGCTGGTTTTGCACCAGGTACTGAAGGGTGGCTCAGGGACCT 1680 

CCCCCAGCCCAGCCTGCCAGCTGGTTTTGCACCAGGTACTGAAGGGTIGGCTCAGGGACCT 1178 

ACTGCCTCAATGTGTCTTTGGCTGATGCCAATAGCCTGGCGATGGTCAGCACCCAGCTTG 17 4 0 

ACTGCCTCAATGTGTCTTTGGCTGATGCCAATAGCCTGGCGATGGTCAGCACCCAGCTTG 1238 

TCATGCCTGGGCAAGAAGCAGGCCTCAGGCAGGCTCCTCTGTTCGTGGGCATCTTGCTGG 1800 

TCATGCCTGGGCAAGAAGCAGGCCTCAGGCAGGCTCCTCTGTTCGTGGGCATCTTGCTGG 1298 

TGCTAACAGCTTTGTTGCTTGCATCTCTGATATACAGGCGAAGACTTATGAAGCAAGGCT 1860 

TGCTAACAGCTTTGTTGCTTGCATCTCTGATATACAGGCGAAGACTTATGAAGCAAGGCT 1358 

CAGCAGTCCCCCTTCCCCAGCTGCCACACGGTAGAACCCAGTGGCTACGTCTGCCCTGGG 1920 

CAGAAGTCCCCCTTCCCCAGCTGCCACACGGTAGAACCCAGTGGCTACGTCTGCCCTGGG 1418 
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TCTTCCGCTCTTGCCCCATTGGTGAGAGCRAACCCCTCCTCAGTGGACAGCAGGTCrGAG 1980 
I * II** * *I * II * ^^^ TTGGTGAGAGCAAACCCCT CCTCAGTGGACAGCAGGTCTGAG 14 78 

TGCTCTTATGTGAAGTCATGATTTACCCAGGTGGACAGCAAGGCCTGTCTTTTCTCTGGT 2040 
I^I^II*I^I GAAGTCATGATTTACCCAGGTGGACAGCAAGGCCTGTI =TTTTCTCTGGT 1538 

CTTCCCTCAGAGACTACCATTGCCTGAAATAAAGACTCAGAACTTG 2086 (SEQIDNO:15) 
CTTCCCTCAGAGACTACCATTGCCTGAAATAAAGACTCAGAACTTG 1584 (SEQIDNO:16) 
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MDLVLRKYLLHVALMGVLLAVSTTEGERDRDWLGVSRQLRIKAWNRQLYPEWTESQGPDC 60 
WRGGHISLKVSNDGPTLIGANASFSIALHPPKSQKVLPDGQVIWANNTIINGSQVWGGQL 120 

VYPQEPDDTCIFPDGEPCPSGPLSQKRCFVYVWKTWDQYWQVLGGPVSGLSIGTDKAMLG 180 

QYWQVLGGPVSGLSIGTDKAMLG 23 

TYNMEVTVYHRRGSQSYVPIAHSSSAFTITDQVPFSVSVSQLQALDGRNKRFLRKQPLTF 240 
TYNMEVTVYHRRGSQSYVPLAHSSSAFTITDQVPFSVSVSQLQALDGRNKRFLRKQPLTF 83 

ALQLHDPSGYLAGADLSYTWDFGDSTGTLISRALTVTHTYLESGPVTAQWLQAAIPLTS 300 
ALQLHDPSGYLAGADLSYTWDFGDSTGTLISRALTVTHTYLESGPVTAQVVLQAAIPLTS 14 3 

CGSSPVPGTTDRHVTTAEAPGTTAGQVPTTEVMGTTPGQVPTAEAPGTTVGWVPTTEDVG 360 
CGSSPVPGTTDRHVTTAEAPGTTAGQVPTTEVMGTTPGQVPTAEAPGTTVGWVPTTEDVG 203 

TTPEQVATSKVLSTTPVEMPTAKATGRT PEVSTTEPSGTTVTQGTTPELVETTAGEVSTP 420 
TTPEQVATSKVL3TTPVEMPTAKATGRT PEVSTTEPSGTTVTQGTTPELVETTAGEVSTP 263 

EPAGSNTSSFMPTEGTAGSLSPLPDDTATLVLEKRQAPLDCVLYRYGSFSLTLDIVQGIE 480 
EPAGSNTSSFMPTEGTAGSLSPLPDDTATLVLEKRQAPLDCVLYRYGSFSLTLDIV-SIE 322 

SAEILQAVSSSEGDAFELTVSCQGGLPKEACMDISSPGCQLPAQRLCQPVPPSPACQLVL 540 
SAEILQAVSSSEGDAFELTVSCQGGLPKEACMDISSPGCQLPAQRLCQPVPPSPACQLVL 382 

HQVLKGGSGTYCLNVSLADANSLAMVSTQLVMPGQEAGLRQAPLFVGILLVLTALLLASL 600 
HQVLKGGSGTYCLNVSLADANSLAMVSTQLVMPGQEAGLRQAPLFVGILLVLTALLLASL 442 

IYRRRLMKQGSAVPLPQLPHGRTQWLRLPWVFRSCPIGESKPLLSGQQV 64 9 (SEP ID NO: 17) 
IYRRRLMKQGSEVPLPQLPHGRTQWLRLPWVFRSCPIGESKPLLSGQQV 4 91 (SEQ ID NO: 18) 
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